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Community Annotation

• What do we mean by this?
– Only a few staff annotators (0-5)
– Unpaid volunteers

• Deeper insights from individual experts
• Less consistency as the sum is from many viewpoints

• Subsytems versus genomes
• Evidence trail
• Updating “official” annotation



Types of Annotation
• Gene Models

– Sequencing centers
– Staff annotators
– Individual investigators

• Functional Annotation (Pathways, Processes, Roles)
– Experimental

• Literature
• GO, E.C., others

– Predicted
• Sequence features (e.g., targeting sequence) 
• orthologs
• Expression analysis



Annotation Mechanisms

• Tools
– Apollo, Manatee, Artemis

• Sequence Ontology
– ASAP,  Seed, CVE, others?
– Text mining

• Assign papers
• Use as annotation aid

• Jamborees
• Editorial board
• Individual contributors



PlasmoDB Use Cases
• User comments

– Comment on Gene Page item or region from Genome 
Browser

– Can query text
– Send to staff annotator (Andy Berry at Sanger)

• Relevance of papers
– Ranked list of papers tied to a gene using text mining
– Users can assign relevance of papers that can then be 

used for training
• Jamboree

– Phase 2 annotation 2006
– Community experts and staff annotators
– Lots of planning!
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Discussion Summary
• Experimental rather than predicted (algorithmic) 

annotation
• Community coherence is an issue

– Jamborees less than successful other than a publication
– Smaller groups with follow up are better

• Pay with publication
– Editorial board (Alliance for Cell Signaling and Nature 

publications)
• Evidence

– Who, when
– Text box
– Evidence box 
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